ABSTRACT Two coxsackievirus B5 (CVB5) strains were isolated from two children with aseptic meningitis in Australia. Their genomes were sequenced and found to be divergent from the previously reported CVB5 genome sequences, with both having 84% and 97% identities to the closest strains at the nucleotide and amino acid levels, respectively.
contents were 47.2% (AU17EV1) and 47.4% (AU17EV2). The genomes encoded a single 2,185-amino-acid polyprotein. Their polyproteins shared 99.5% amino acid identity.
The predicted polyprotein of AU17EV1 had the best match to CVB5 strain 84-6500/ France/84 (GenBank accession number KT285016), with 97% identity (9) . The predicted polyprotein of AU17EV2 had the best match to CVB5 strain 4634/83/USA (accession number KT285009), with 97% identity (9) . Both genome sequences shared the highest nucleotide identity (84%) with CVB5 strain 1954/UK/85 (accession number X67706), with 84% identity (10) . The result suggested that the two CVB5 genomes were significantly divergent from previous nucleotide genomic sequences available in GenBank.
Accession number(s). The two near-complete genome sequences were deposited into GenBank under accession numbers MF683838 (AU17EV1 strain) and MF683839 (AU17EV2 strain).
